The microbial communities in two apple orchards were characterised using amplicon-based metabarcoding. Samples were taken from tree station locations along a linear transect and from adjacent grass aisles, at both orchards. Comparison was made between the communities occurring at tree station locations and the grass aisles, and between orchards. Further discussion of these datasets is given in https://doi
Data
This datasets contain an abundance of and a comparative analyses of bacterial and fungal communities found in U.K. dessert apple and cider apple orchards. The data contain fungal and bacterial operational taxonomic units (OTUs) found at tree stations and adjacent (approx. 2 m) grass aisle between tree rows, further context to these data (e.g., soil description and management practice) are given in [1] . Table 1 provides a summary of the sequencing data, Table 2 a summary of the OTU taxonomic data, Table 3 and Table 4 show the top 20 by abundance fungal and bacterial OTUs, respectively, which differed significantly between tree station and grass aisle. Tables 5-8 list the numbers of OTUs aggregated at the phylum and class ranks which differed between (1) tree station and grass aisle, (2) orchards and (3) tree station, and grass aisle at each orchard. Supplementary files 1, 2, and 3 contain OTU sequence information, OTU taxonomy and raw sample abundance for the OTUs, respectively, for fungal communities and Supplementary files 4, 5, and 6 present the same for bacterial communities. The column headers in Supplementary files 3 and 6 provide sample metadata (C/D cider or dessert, Y/N tree station or grass aisle, 1-24 sample location, a/b/c sample replicate). 2. Experimental design, materials, and methods
Study design
Soil microbial communities were profiled in soil samples taken from two geographically and agronomically distinct apple orchards. Full information on the location and history of the two orchards is given in [1] . Within each orchard, soils were sampled from two vegetation types, former tree stations and the adjacent grassed aisles; which were divided into three blocks of ca. 20 m long, each with eight consecutive. Three replicate soil cores (2.5 cm diameter, containing soil of 5 cm-20 cm depth) were taken ca. 15 cm apart for each sampling point (grass aisle and tree station).
DNA extraction and sequencing
Total genomic DNA was isolated from 0.25 g of each soil sample using the protocol as described in [1] . PCR amplification of Internal Transcribed Spacer (ITS) regions of ITS1 and ITS2 and the V4 variable region of the 16S rRNA gene was performed and samples sequenced on the Illumina MiSeq. Full PCR conditions and sequencing preparation are given in [1] . 
Bioinformatics analysis of sequence reads
FASTQ sequences were processed to identify operational taxonomic units (OTUs) and calculate OTU abundances using UPARSE 9.0 OTU clustering pipeline [2] . 
Assignment of taxonomic rank
The UTAX algorithm (http://drive5.com/usearch/manual/tax_conf.html) assigned each OTU representative sequence to taxonomic ranks by alignment to the reference databases 'Unite V7' (ITS) [3] and 'RDP training set 15' (16 S) [4] .
Statistical analyses
Statistical analyses were carried out in R 3.2.0 [5] . OTU counts were library size normalised using the DESeq. 2 median-of-ratios method [6, 7] . The three samples taken from each sampling point were treated as analytical replicates and the data were pooled. OTUs with fewer than six normalised reads across all samples were excluded from further statistical analysis. All analyses were carried out separately for ITS and 16S data. 
Differential OTU abundance
DESeq. 2 was used to detect OTUs with differential relative abundances in relation to vegetation type, orchards and their interactions. The fitted model was: Spatial location within each orchard, vegetation type (grass vs. tree), orchard (cider vs. dessert), and the interaction between vegetation type and orchard. Statistical significance was determined at the 5% level (Benjamini-Hochberg adjusted [8] ). a Starting from the phylum rank-the lowest level of taxon with a UTAX confidence Z 0.65. b The number of OTUs in each taxon which had higher abundance in tree station (before semicolon) and higher abundance in grass aisle samples (after semicolon). c The number of OTUs in each taxon which had different abundances between the two orchards. d The number of OTUs in each taxon which had different abundances between tree station compared to grass aisle samples at each orchard. 
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